ABSTRACT Here, we describe the complete genome sequence of Caldicellulosiruptor changbaiensis, isolated from a hot spring in the Changbai Mountain Range of China. Currently, only one other genome sequence representing a Caldicellulosiruptor species from China is available. Assembly of a continuous single contig used both Oxford Nanopore and Illumina sequencing data.
(http://www.bioinformatics.babraham.ac.uk/projects/fastqc/), with an average quality score of 35.9 over all reads.
Hybrid assembly with Unicycler v0.4.7 (16) resulted in a single assembled contig (2,905,633 bp) with 60.5ϫ sequence coverage. Annotation of the C. changbaiensis genome was conducted with the National Center for Biotechnology Information (NCBI) Prokaryotic Genome Annotation Pipeline v4.7 (17) . In the 2.9-Mbp genome (GϩC content, 35.1%), 2,779 genes were annotated, from which 2,532 genes are predicted to encode proteins. Similar to other sequenced members of the genus Caldicellulosiruptor, C. changbaiensis also possesses three loci of 5S, 16S, and 23S rRNA gene sequences (18) (19) (20) (21) .
Data availability. All data associated with this project are available from NCBI (BioProject accession number PRJNA511150), including the assembled contig for C. changbaiensis CBS-Z (GenBank accession number CP034791) and raw sequence reads from Oxford Nanopore and Illumina sequencing (Sequence Read Archive accession numbers SRR8467877 and SRR8467565, respectively).
